[Linkage between quantitative and marker loci. V. Joint analysis of various marker and quantitative traits].
New versions are suggested to analyse marker and quantitative characters combinations. Possible modes of application of the algorithms developed for recombination analysis are discussed, including: 1) the estimation of crossing-over frequency between markers with incomplete penetrance, 2) the quantitative character variability account to analyse genetic interference, 3) search for genetic factors affecting a set of quantitative characters, 4) the evaluation of differences between male and female meiosis at the crossingover level etc.